We evaluated levels of compounds representing sulfur, lipid and sugar 1 1 9 metabolism as these are major processes influenced by heat stress, in order to determine 1 2 0 metabolic forks among these systems. Then, values for the correlation function of the compounds are used in these functions because they are more sensitive to detecting 1 2 7 points of potential regulation for diverging metabolic routes (Gieger et al., 2008) . A 1 2 8
biochemical interpretation of these functions is provided in Figure 2 . Triplets whose 1 2 9
difference in value for the correlation function was 1.2 or greater between control and
were 1 3 1 selected as representing possible metabolic forks. A threshold was chosen because of the 1 3 2 trade-off between identifying a diverse set of triplets and the need to achieve stringency 1 3 3 such that resulting linear models of the triplet were likely to have significant interaction 1 3 4
terms. Linear models were then used to detect differential behavior under heat stress and 1 3 5
to identify triplets with significant interaction terms -indicating different slopes between 1 3 6 control and heat stress conditions. The threshold of 1.2 for identifying potentially 1 3 7
interesting triplets was ad-hoc, with the linear models being used to determine a p-value 1 3 8
for the difference between control and experimental conditions. Thus, ad-hoc correlation 1 3 9
functions were used to propose candidates for more rigorous evaluation by linear models.
4 0
To be considered as a pathway element and incorporated into a circuit, the interaction is in accordance with the use of correlation, which also measures linear relationships, to 1 4 8 identify differential regulation of triplets. Triplets were merged with one another to 1 4 9 generate pathways. We focus on three involving sulfur and lipid regulation, because we 1 5 0
believe that the regulation associated with these triplets represents the functioning 1 5 1 pathway of lipid and antioxidant regulation also described by transcriptome data.
5 2
Regarding components of a metabolic fork, in terms of their relationship to one another 1 5 3
as precursors and products, these hypotheses are necessarily associative and not always SAM: S-Adenosyl-L-methionine, SAH: S-Adenosyl-L-homocysteine,Glutathione GSSG: SAM: S-Adenosyl-L-methionine, SAH: S-Adenosyl-L-homocysteine,Glutathione GSSG: 
